. Phylogenetic tree of CCD1 enzymes. The analysed proteins are those presented in Table  S1 . Proteins were aligned using ClustalW and tree was generated using the Neighbor-Joining method. The optimal tree is represented and the percentages of replicated trees in which the associated proteins clustered together in the bootstrap test (2500 replicates) are shown next to the branches. The tree is drawn to scale with branch lengths in the same units as those of the evolutionary distances used to infer the phylogenetic tree. Analysis was conducted in MEGA6. Figure S2 . Phylogenetic tree of CCD4 enzymes. A total of 59 proteins were selected from the UniProtKB based on sequence similarity to Arabidopsis CCD4 and used for the analysis. Methods for proteins alignment and tree generation are described in the legend of Figure S1 . UniProtKB accession numbers are indicated. Tables S2 and S3 . Methods for proteins alignment and tree generation are described in the legend of Figure S1 . Figure S4 . Phylogenetic tree of algal CCD enzymes. Methods for proteins alignment and tree generation are described in the legend of Figure S1 . In bold, presence of spliced variants. In bold, presence of spliced variants. 
